ABSTRACT Two isolates (F1260 and F1291) of Fusobacterium necrophorum subsp. funduliforme were recovered from blood from patients with Lemierre's syndrome. Here, we report the complete genome sequences of these two isolates. The genomes of F1260 and F1291 comprise one chromosome with lengths of 2.29 and 2.14 Mb, respectively.
stretches of phage-associated genes and mobile elements, as determined by the annotation of genes done by RAST, in which most of the genes had an unknown function. Alignment of the two genomes by Mauve (9) showed complete synteny, except for two small inverted regions. One region consisted of three genes, with two of the genes being identical at the protein level and identified as outer membrane proteins/porins. The gene had 56% identity to the FomA adhesion protein sequence of Fusobacterium nucleatum. The importance of the duplication of this gene in the adhesion and colonization process of F. necrophorum has yet to be determined. Genes for known putative virulence factors in F. necrophorum were found in both isolates and included genes for hemolysin, leukotoxin, hemin receptor, ecocin, and filamentous hemagglutinin.
The complete genomes of human isolates of F. necrophorum subsp. funduliforme may contribute to our understanding of the pathogenesis of invasive F. necrophorum infections in humans, such as Lemierre's syndrome.
Data availability. The genome sequences of isolates F1260 and F1291 have been deposited in GenBank under the accession no. CP019306 and CP018196, respectively. The raw reads have been deposited in the NCBI SRA database under the accession no. SRR8271517 and SRR8281305 for isolates F1260 and F1291, respectively.
